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Detailed protocol 


Dear Jonathan, 

Many thanks for your message and we are glad that you like our work. As you know, ImmunoCluster uses individual cell expressions to cluster and performs 
further analysis. BUT the segmentation and generation of single cell data from IMC needs to be done through other packages like this one: 
https://bodenmillergroup.github.io/ImcSegmentationPipeline/ 


Then the output can be fed into ImmunoCluster for further analysis as we did in our paper. Obviously for liquid CyTOF or multicolour flowcytometry, we don't 
need segmentation and data can be analysed directly by ImmunoCluster. | hope these answer your question and happy to answer further questions by email 
shahram.kordasti@kcl.ac.uk 

Best, 

Shahram 
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